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Figure 1 
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Figure 2 
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Figure 3 
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Figure 4 
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Figure 5 
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Plasmid name: pED6dpc2 
Plasmid size: 5374 bp 



Comments/References: pED6dpc2 is derived from pED6dpc1 
by insertion of a new polylinker to facilitate cDNA cloning. SST 
cDNAs are cloned between EcoRI and Notl. pED vectors are 
described in Kaufman et al. (1991), NAR 19: 4485-4490 
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Description of Transcription Factor Binding Sites present on promoters 
isolated from SignalTag sequences 

Promoter sequence P13H2 (546 bp): 



Matrix 


Position 


Orientation 


Score 


Length 


Sequence 


CMYBJ51 


-502 




+ 


0.983 


9 


TGTCAGTTG 


MYOD_Q6 


-501 






0.961 


10 


CCCAACTGAC 


S8_01 


-444 






0.960 


11 


AATAGAATTAG 


S8_01 


-425 




+ 


0.966 


11 


AACTAAATTAG 


DELTAEF1 01 


-390 






0.960 


11 


GCACACCTCAG 


GATA C 


-364 






0.964 


11 


AGATAAATCCA 


CMYB_01 


-349 




+ 


0.958 


9 


CTTCAGTTG 


GATA1 02 


-343 




+ 


0.959 


14 


TTGTAGATAGGACA 


GATA C 


-339 




+ 


0.953 


11 


AGATAGGACAT 


TAL1ALPHAE47 01 


-235 




+ 


0.973 


16 


CATAACAGATGGTAAG 


TAL1BETAE47 01 


-235 




+ 


0.983 


16 


CATAACAGATGGTAAG 


TAL1 BETAITF2 01 


-235 




+ 


0.978 


16 


CATAACAGATGGTAAG 


MYOD Q6 


-232 






0.954 


10 


ACCATCTGTT 


GATA1 04 


-217 






0.953 


13 


TCAAGATAAAGTA 


IK1 01 


-126 




+ 


0.963 


13 


AGTTGGG AATTCC . 


IK2 01 


-126 




+ 


0.985 


12 


AGTTGGGAATTC 


CREL 01 


-123 




+ 


0.962 


10 


TGGG AATTCC 


GATA1 02 


-96 




+ 


0.950 


14 


TCAGTGATATGGCA 


SRY 02 


-41 






0.951 


12 


TAAAACAAAACA 


E2F 02 


-33 




+ 


0.957 


8 


I f I AGCGC 


M2F1 01 


-5 






0.975 


8 


TGAGGGGA 


Promoter sequence P15B4 (861 bp) : 
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Promoter sequence P29B6 (555 bp) : 
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Figure 8 



